Background: Islet amyloid polypeptide (IAPP) or amylin deposits can be found in the islets of type 2 diabetes patients. The peptide is suggested to be involved in the etiology of the disease through formation of amyloid deposits and destruction of β islet cells, though the underlying molecular events leading from IAPP deposition to β cell death are still largely unknown. Results: We used OFFGEL™ proteomics to study how IAPP exposure affects the proteome of rat pancreatic insulinoma Rin-5F cells. The OFFGEL™ methodology is highly effective at generating quantitative data on hundreds of proteins affected by IAPP, with its accuracy confirmed by In Cell Western and Quantitative Real Time PCR results. Combining data on individual proteins identifies pathways and protein complexes affected by IAPP. IAPP disrupts protein synthesis and degradation, and induces oxidative stress. It causes decreases in protein transport and localization. IAPP disrupts the regulation of ubiquitin-dependent protein degradation and increases catabolic processes. IAPP causes decreases in protein transport and localization, and affects the cytoskeleton, DNA repair and oxidative stress. Conclusions: Results are consistent with a model where IAPP aggregates overwhelm the ability of a cell to degrade proteins via the ubiquitin system. Ultimately this leads to apoptosis. IAPP aggregates may be also toxic to the cell by causing oxidative stress, leading to DNA damage or by decreasing protein transport. The reversal of any of these effects, perhaps by targeting proteins which alter in response to IAPP, may be beneficial for type II diabetes.
Background
Type 2 diabetes mellitus, also known as non-insulindependent diabetes mellitus (NIDDM), is the most common type of diabetes with more than 285 million people affected worldwide [1] . The disease is characterised by insulin resistance, impaired regulation of hepatic glucose production and β cell dysfunction [2, 3] . Type 2 diabetes is an example of a conformational disease, in which amyloid deposition is likely to be a further contributory factor for pathogenesis [4, 5] . A 37 amino acid peptide, known as islet amyloid polypeptide (IAPP) or amylin, can be isolated from the islets of patients with type 2 diabetes [6] . The normal function of IAPP is to inhibit insulin and glucagon secretion in islets and elsewhere.
It affects satiety regulation and inhibits gastric emptying. The peptide may be involved in the etiology of the disease through formation of amyloid deposits and destruction of β islet cells. Further studies have suggested that amyloid deposition contributes to the decreased β cell area and increased β cell apoptosis in human type 2 diabetes [7] [8] [9] . Although these studies are proving to be valuable, the exact cytotoxic action of human IAPP and the underlying molecular events leading from IAPP aggregation to β cell death are still largely unknown. The toxic effect of human IAPP is known to involve changes in the expression of a number of genes and proteins [10] , though our knowledge of these changes is undoubtedly incomplete. Transcriptional and proteomics studies can therefore facilitate the identification of new genes and gene products that are affected by IAPP.
The development of mass spectrometers with high resolution and high mass accuracy, in combination with different label-free quantitative techniques, has been employed recently to identify new biomarkers for a number of conformational diseases, including type 2 diabetes [11] [12] [13] [14] [15] . Li and co-workers studied the serum proteins of diabetic and non-diabetic individuals by label-free quantification and shotgun analysis, and detected expression of 147 proteins, from which 67 and 74 proteins were up-and down-regulated, respectively [16] . Pathway analysis techniques linked these proteins to pathways including lipid metabolism and inflammatory response. Proteome analysis of single pancreatic islets by Waanders and co-workers revealed the significant expression of about 140 proteins, with up-regulation of pathways, including TCA cycle and glycolysis [17] . Analysis of label free LC/MS/MS data by Petyuk and co-workers identified the specific expression of 133 proteins in mouse pancreatic islets [18] . The proteins were correlated to a number of complexes and pathways, including the SNARE complex, which is involved in vesicular trafficking and exocytosis, and the TCA cycle. In another study by Hickey et al. the proteomic analysis of the insulin secretory granules was performed [19] . These cytoplasmic organelles of pancreatic β cells are responsible for the production and secretion of insulin. Their study identified 51 proteins whose main subcellular locations are cytoplasm, mitochondria and endoplasmic reticulum. Some of the proteins identified in this study were: heat shock proteins and protein disulphide-isomerase (both located in endoplasmic reticulum and involved in protein folding), ATP synthase, pyruvate kinase and citrate synthase (all located in mitochondria and involved in energy metabolism), glyceraldehyde-3-phosphate dehydrogenase and aldolase (both located in cytoplasm and involved in energy metabolism) and 14-3-3 zeta isoform (located in cytoplasm and involved in cell signalling). Brunner et al. studied the proteome of the β cells insulin secretory granules using insulin-secreting rat INS-1E cells as a model [11] . They identified the expression of 130 proteins with a majority of the proteins associated with the lysosome.
Schvartz and co-workers found 140 proteins enriched in the mature insulin secretory granule fraction, including: insulin, carboxipeptidase E, PC2, Vamps, secretogranins and chromogranins, vacuolar ATPases and G-proteins involved in exocytosis, members of the v-SNARE complex required for secretion in β-cells, PC1, a key enzyme for proinsulin processing, and exocytosis proteins Noc2 and RhoG [20] . Lim et al. compared effects of IAPP and β-amyloid on human neuroblastoma SH-SY5Y cells and found that the major effect of IAPP was to decrease mitochondrial activity [21] .
Overall, these previous studies show that IAPP causes increases of: energy metabolism; vesicle trafficking, secretion and endocytosis; chaperones; and inflammation. This suggests that high levels of IAPP cause cellular stress, increased demand for ATP and enhanced cell signalling.
Protein mass spectrometry is a valuable method for identification and quantitative measurements of many proteins from a complex biological mixture. A tandem mass spectrometry based label free approach, combined with OFFGEL™ fractionation at the protein level [22] , was used here to investigate the effects of human IAPP aggregation on the proteome of rat pancreatic insulinoma Rin-5F cells, a cell line widely used in studies of type 2 diabetes. We identified many proteins and pathways whose expressions are affected by IAPP and which are therefore likely to be involved in the pathogenesis of type 2 diabetes.
Results
Human IAPP significantly reduces Rin-5F cells viability
To investigate the effect of human IAPP on rat Rin-5F cells, MTT assays were carried out, as they reliably report on cell viability via changes in metabolic activity. The cells were treated initially with different concentrations of IAPP (ranging from 10 μM to 1 nM) for 24 h. Monomers and oligomers of IAPP are known to cross the plasma membrane through both endocytotic and non-endocytotic mechanisms in these cells [23] . The viability of Rin-5F cells was reduced with IAPP concentrations from 10 μM to 250 nM ( Fig. 1) , though there was little change above 5 μM. Addition of DMSO at the same concentrations had no effect on viability (not shown), showing that loss of viability is solely due to IAPP. 5 μM IAPP was therefore used for subsequent work, as the minimal concentration that gives a large change in cell viability. An MTT assay at 5 μM was then carried out to identify the optimal time points at which the IAPP cytotoxicity effect had the largest effect on Rin5F cells' viability (Fig. 2) . The cells' viability was sharply reduced 2 h after the addition of IAPP and did not change significantly between 2 h to 32 h, after which the MTT signal increased slightly. The 5 μM IAPP concentration with an exposure time of 24 h was therefore used for further experiments. In Rin5F cells, 10 μM IAPP causes less than 20% cell death, whilst 20 μM is required for complete cell death [24] . This conclusion is not dependent on using MTT, as other toxicity assays (e.g. live/dead) show the same result [25] . A concentration of 10 μM is typically used to induce apoptosis [26, 27] . Effects of IAPP on the cells under our conditions will therefore show damaging effects of IAPP before the onset of apoptosis.
OFFGEL™ electrophoresis successfully separates protein samples from untreated and IAPP treated Rin-5F cells Prior to OFFGEL™ electrophoresis, proteins from untreated (control) and IAPP treated Rin-5F cells were isolated. Total protein concentrations were calculated using a BSA standard curve (not shown) and equal amounts of protein (about 2 mg) from both samples were fractionated by OFFGEL™ electrophoresis. To determine the fractionation efficiency, one fifth of the protein recovered from each fraction (about 32 μg) was run on an SDS-PAGE gel. The pattern of proteins detected and their band intensities differ significantly between the fractions of each sample, though few differences between untreated and treated Rin-5F cells were apparent by eye (Additional file 1: Figure S1 ).
Quantitative analysis of cells by label free tandem MS analysis
The remaining 80% of the proteins recovered from each OFFGEL™ fraction of control and IAPP treated cells were digested into peptides using trypsin and introduced into the tandem mass spectrometer. Table 1 provides a summary of data from three independent experiments, where each experiment was repeated three times. Complete MS results and identified proteins in each OFFGEL™ fraction are in Additional file 2: Table S1 . The pI values of the majority of the identified proteins in each fraction were found to be very close to each other (Additional file 2: Table S1 ), confirming that the OFFGEL™ fractionation of the proteins had been successful. The average pI (pH) values of each fraction rose steadily from Fraction 1 to 12 and were found to be very close to or within the theoretical pH ranges expected of fractions. For some fractions, the calculated pI value differed to some extent from the theoretical pH range, presumably due to post translational modification, since calculated pI values use the unmodified sequences. The percentages of the average coverage of the proteins identified in each fraction were mostly above 25%, adequate for reliable identification. The number of proteins Fig. 1 Effects of IAPP cytotoxicity on Rin-5F cells viability. Results for three independent experiments, where the % of MTT reduction shows the Rin-5F cells viability. The viability was calculated by measuring the relative absorbance of the formazan product for Rin-5F cells treated with different concentrations of IAPP, compared to the relative absorbance of the formazan product for live and dead cell controls. Vertical bars indicate standard deviations n = 3 Fig. 2 Effects of IAPP cytotoxicity on Rin-5F cells viability at different time points. Viability was calculated by measuring the relative absorbance of the formazan product for Rin-5F cells treated with 5 μM IAPP, compared to the relative absorbance of the formazan product for live and dead cell controls. Vertical bars indicate standard deviations n = 3 identified in experiment 2 was substantially higher than in experiments 1 and 3 for both control and hIAPP treated cells, though it is unclear why. Many of the proteins identified in experiment 2 are not considered further, since we required confirmation of their identification in at least one additional experiment.
Changes in quantitative protein levels in response to IAPP
To further analyse these data, the quantitative expression patterns of the proteins between the three independent experiments were considered. Our data revealed the common expression of 287 proteins detected in a minimum of two experiments (Additional file 2: Table S1 ; Additional file 3: Table S2 ) from which 20 and 5 proteins were found to be significantly down or up-regulated respectively (p ≤ 0.05) ( Tables 2 and 3 ). To determine the fold change in the expression level of proteins, the amount of a particular protein in the IAPP treated cells was divided by its corresponding amount in the control cells (IAPP untreated cells). The ratio of every protein was therefore calculated for each experiment and the corresponding ratios of all proteins were then averaged between the three experiments. If a specific protein was not detected in either untreated or IAPP treated samples, the missing value was replaced by the smallest amount that was potentially detected by the machine. In these experiments, the lowest value detected in any sample was 0.1 femtomole for an unknown 35 kD protein (IPI00948374). Proteins were considered to be either up regulated or down-regulated if this ratio was significantly greater than or less than 1, respectively.
Down-regulated proteins
Some of the proteins we identified as showing significant responses to IAPP have previously been reported to be linked to type II diabetes:
Heterogeneous nuclear ribonucleoprotein F has been shown to protect against hypertension, renal hypertrophy, and interstitial fibrosis in a diabetic mouse model [28] . Its down-regulation by IAPP may thus lead to diabetes.
Estrogen hormones, such as estradiol-17b, stimulate creatine kinase activity, generating phosphocreatine, a high energy store for brain and muscle. Diabetic rats show a decreased response to estradiol-17b [29] . Similarly, we see a decrease in creatine kinase levels in response to IAPP.
Oxidative stress is an important component of diabetes [30] . Thioredoxin dependent peroxide reductase is used to alleviate oxidative stress by detoxifying reactive oxygen species. Peroxiredoxin 1 similarly reduces hydrogen peroxide. We see that IAPP down-regulates both mitochondrial thioredoxin dependent peroxide reductase and peroxiredoxin 1, thus potentially explaining how oxidative stress is increased in type 2 diabetes. Similarly, loss of functional 14-3-3 protein caused downregulation of thioredoxin reductase in a diabetic mouse model, as well as other adverse effects, such as increases in myocardial apoptosis, cardiac hypertrophy, and fibrosis [31] . Levels of the 70 kDa heat shock protein increase in serum T2D patients [32] , presumably due to its cytoprotective chaperone effects. Reduction of chaperone levels by IAPP may thus lead to cytotoxicity.
Diabetes has been shown to lead to alterations in post-translational methylation, phosphorylation and nitration in protein phosphatase 2, resulting in its hyperactivation [33] .
Alpha soluble NSF attachment protein is an indispensable component of membrane fusion machinery, required for vesicular transport between the endoplasmic reticulum Table 2 Significantly Down-Regulated Proteins in IAPP Treated Rin-5F Cells. The data were obtained from three independent experiments. To obtain the protein abundance ratio the amount of each protein in the IAPP treated cells was divided by its corresponding amount in the control cells (IAPP untreated cells). The corresponding ratios of all proteins were then averaged between the three experiments. If a specific protein was expressed in either untreated or IAPP treated samples, the missing value was replaced by the smallest amount that was potentially detected by the machine (0.1 femtomole). Differences between IAPP treated and un-treated expression levels are considered to be significant if p ≤ 0.05. To determine the p value two-tailed Student's t-test was performed, comparing the three individual control amounts with the three corresponding treated samples Table 3 Significantly Up-Regulated Proteins in IAPP Treated Rin-5F Cells. The data were obtained from three independent experiments. To obtain the protein abundance ratio the amount of each protein in the IAPP treated cells was divided by its corresponding amount in the control cells (IAPP untreated cells). The corresponding ratios of all proteins were then averaged between the three experiments. If a specific protein was expressed in either untreated or IAPP treated samples, the missing value was replaced by the smallest amount that was potentially detected by the machine (0.1 femtomole). Differences between IAPP treated and un-treated expression levels are considered to be significant if p ≤ 0.05. To determine the p value two-tailed Student's ttest was performed, comparing the three individual control amounts with the three corresponding treated samples [34] . Diabetic rats were shown to have lower levels of Proliferating cell nuclear antigen, a marker of cell proliferation, in rat testicular tissue [35] . Ubiquitin-conjugating enzyme E2E2 (UBE2E2) plays an important role in the synthesis and secretion of insulin. Mutations in UBE2E2 increase risk for type 2 diabetes [36] . 60S acidic ribosomal protein P0 is downregulated, suggesting a decrease in protein synthesis.
Up-regulated proteins
Reduced cytoplasmic isocitrate dehydrogenase expression in rat insulin secreting cells and isolated rat islet ß-cells resulted in enhanced glucose-induced insulin secretion [37] . The deubiquitining enzyme ubiquitin carboxyl terminal hydrolase is upregulated, again consistent with disruption of protein degradation.
Quantitative RT-PCR miRNA screening in diabetic mice found alteration in the expression of a regulator of the inner mitochondrial membrane phosphate transporter, solute carrier family 25 member 3 (Slc25a3). This provides inorganic phosphate to the mitochondrial matrix and is essential for ATP production [38] .
In addition to confirming the roles of the above proteins in type 2 diabetes, we can also report the involvement of various other proteins (Tables 2 and 3 ).
Verification of protein expression
In Cell Western analysis and RT-PCR quantitative techniques were used to confirm the expression of representative proteins identified by tandem MS/MS at the translational and transcriptional levels, respectively. To carry out the In Cell Western analysis, cells were stained for the expression of 6 proteins (peroxiredoxin1, Superoxide dismutase Cu Zn, Protein disulfide isomerase A3, PCNA, Elongation factor 2 and 14-3 -3 protein zeta delta), chosen as they show high, though varying, levels of expression (Additional file 2: Table S1 ) and have available antibodies. Protein expression was observed in both cultures (Fig. 3) , and their changes in levels were consistent with the mass spectrometry data. For example, the expression of peroxiredoxin1 and disulfide isomerase A3 is shown to be reduced and increased, respectively, upon IAPP treatment by both techniques.
RT-PCR was also carried out to further confirm the proteomics data, studying the same proteins as in the Western experiment. Rin-5F cells were treated with IAPP for 24 h. RNA was extracted from cells and reverse transcribed before analysis by RT-PCR. Data from three independent experiments showed similar expression of mRNA for all 6 proteins in untreated and IAPP treated cultures to mass spectrometry data (Fig. 4) . Perfect agreement between RT-PCR and proteomics data is highly unlikely, since protein abundance is affected by translation and degradation rates, not just expression. Nevertheless, these Western and RT-PCR data do confirm the reliability of our mass spectrometry results.
Data analysis
To obtain more systematic information about these data, several bioinformatics approaches, including network analysis techniques, pathway analysis and protein complex analysis, were used. This information provides more insight into the function of the proteins, with the aim of facilitating the identification of novel proteins and pathways that might be involved in the pathogenesis of type 2 diabetes.
Pathway analysis of IAPP responsive proteins
To demonstrate the biological significance of the IAPP responsive proteins, both sets of down-and up-regulated proteins were studied for the Gene Ontology biological process annotations. The number of up-regulated proteins was too small to have significant GO terms associated with it. Four annotations were significant for the down-regulated protein set, namely response to oxidative stress, regulation of cell death, hydrogen peroxide catabolic process and positive regulation of cell repair (Table 4) . Analysis using DAVID [39] of down-regulated proteins has further identified several pathways for these proteins. Three significantly down-regulated proteins (P04636, Q9EQS0, B5DEH4) are within the KEGG pathway "rno01130:Biosynthesis of antibiotics". Other pathways that contain down-regulated proteins are listed in Table 5 .
Analysis of protein-protein interactions
To further evaluate the effect of IAPP on the proteomic profile of the Rin-5F cells, the total set of 287 proteins were analysed for their protein interacting abilities using the STRING database [40] . Out of the 287 target proteins, 156 proteins were found to interact with at least one other protein from the list (Additional file 4: Table S3 ). These data were used to construct a network for the protein-protein interactions using Cytoscape [41] (Additional file 5: Figure S2 ). To analyse the proteins within this network, network parameters, such as degree (number of connections between nodes), closeness and betweenness centrality were determined. While closeness centrality determines the centrality of a node that lies inside a particular community (node neighbours from the same group), the betweenness centrality determines the centrality of a node that lies between different communities (node neighbours from different groups) and acts as a bridge to connect these groups together. In other words, the closeness centrality measures the speed of information transfer from a given node to others in a network, while the betweenness centrality indicates how much control a particular node in a network possesses over the interaction of another node in the same network [42] .Analysis of the network parameter data for all of the IAPP responsive and un-responsive proteins revealed that the higher degree hub proteins (such as glyceraldehyde 3-phosphate dehydrogenase, ubiquitin A-52 residue ribosomal protein, ATP synthase alpha Subunit 1 and citrate synthase) are positioned mostly in the centre of the protein-protein interaction network. Table 6 summarizes the network parameters data for the top 20 hub proteins with the highest values of degree, closeness and betweenness centrality. As seen in this table, the majority of the proteins (such as triosephosphate isomerase 1, glyceraldehyde-3-phosphate dehydrogenase and ATP synthase) are found in at least two out of the three categories and possess high values for network properties. While many of these proteins are involved in metabolic pathways (such as glutamate dehydrogenase 1 and serine hydroxymethyltransferase 2), others Fig. 3 Quantitative analysis of the data obtained from the In Cell Western experiment. The amount of each protein (peroxiredoxin1, Superoxide dismutase Cu Zn, Protein disulfide isomerase A3, PCNA, Elongation factor 2 and 14-3-3 protein zeta delta) expressed in IAPP treated cells was divided by its amount in the control cells. The experiment was repeated three times and the average ratio for each protein was then compared to its corresponding average ratio obtained from the mass spectrometry data. Vertical bars indicate standard deviations n = 3 Fig. 4 Quantitative analysis of the data obtained from the RT-PCR experiment. The amount of each protein (peroxiredoxin1, Superoxide dismutase Cu Zn, Protein disulfide isomerase A3, PCNA, Elongation factor 2 and 14-3-3 protein zeta delta) was initially normalized against the expression level of the GAPDH housekeeping gene. To obtain the ratio of expression, the amount of each protein expressed in IAPP treated cells was divided by its corresponding amounts in the untreated cells. The experiment was repeated three times. The average ratio for each protein was then compared to its corresponding average ratio obtained from the mass spectrometry data. Vertical bars indicate standard deviations n = 3 (such as ATP synthase alpha and beta subunits along with ribosomal protein S27a) are involved in other amyloid diseases pathways including Parkinson's disease, Alzheimer's disease and Huntington's disease. Glycolysis (triosephosphate isomerase 1 and phosphoglycerate kinase 1), citrate cycle (citrate synthase and malate dehydrogenase 2) and type II diabetes mellitus (pyruvate kinase) were among the other pathways identified for these proteins.
Most of the identified hub proteins in the network were unresponsive to the effect of IAPP. As seen in Table 7 , many of the up and down regulated proteins in this network are not strong hubs and they are not highly connected to other proteins in the network. In other words, the analysis of the network parameter data revealed a very weak correlation between the fold change and connectivity or centrality. This finding is in agreement with previous reports which showed that about 78% of genes/proteins implicated in diseases are found to be non-essential. As hub proteins are more likely to be encoded by essential genes, disease genes do not tend to correlate with hubs [43, 44] . Our data suggests that there is only a weak tendency for IAPP responsive proteins to be associated with hubs.
The effect of IAPP on the protein complexes was also investigated using the MIPS database (Mammalian Protein-Protein Interaction Database) [45] . Proteins up or down-regulated by IAPP treatment were submitted to MIPS. Six protein complexes were down-regulated and none were up-regulated (Table 8) . To determine the fold changes in the expression level of protein complexes the number of affected subunits within each complex in the IAPP treated cells was divided by its corresponding amount in the control cells. The Alpha soluble NSF attachment protein was found in four complexes, three of which are SNARE complexes, while two proteins were found in the CLIC4 complex. The SNARE complex is involved in vesicular trafficking and exocytosis, and the TCA cycle, and has been linked to type 2 diabetes by several other groups [18, 20] . CLIC4 is a chloride channel involved in stabilisation of cell membrane potential, 
Discussion
Our data analysis has identified pathways and protein complexes that have been affected by toxic (though not lethal) levels of IAPP to Rin-5F cells and which may be involved in the pathogenesis of type II diabetes. IAPP added to Rin-5F cells provides a simpler, more homogeneous model than, say, post-mortem islets cells from a diabetic patient, and allow us to study early cellular events caused by a toxic peptide. The strongest effect of the addition of IAPP is disruption of protein synthesis and degradation, together with induction of oxidative stress. This agrees well with the work of Casas et al., who found that impairment of the ubiquitin-proteasome pathway is implicated in ER stress-mediated pancreatic β-cell apoptosis [46] . Oxidative stress is known to be an important component of diabetes [30] IAPP also induces decreases in protein transport and localization. Most of the pathways that we find to be affected differ from previous proteomic work on IAPP, though we do see effects on TCA Cycle, heat shock and cell signaling.
Conclusions
The OFFGEL™/HI3 methodology is highly effective at generating quantitative data on hundreds of proteins affected by toxic IAPP. Its accuracy is confirmed by In Cell Western and Quantitative Real Time PCR results. Our results are consistent with a model where IAPP aggregates overwhelm the ability of a cell to degrade proteins via the ubiquitin system, leading to DNA damage, decreases in protein transport and ultimately apoptosis.
Methods

Cell culture
The rat pancreatic insulinoma Rin-5F cell line was purchased from the European Collection of Cell Cultures (ECACC, Wiltshire, UK). The cells were cultured in RPMI 1640 medium supplemented with 10% (v/v) Foetal Bovine Serum (FBS) (PAA Laboratories, UK), and 2 mM Glutamine. The cells were maintained in a 5.0% CO 2 humidified atmosphere at 37°C.
hIAPP cytotoxicity hIAPP was purchased from Bachem (Germany). The powder was dissolved in high-grade 1,1,1,3,3,3-hexafluoroisopropanol (HFIP) (Sigma, UK) to a stock concentration of 1 mM. Reconstituted hIAPP was snap-frozen in liquid nitrogen and freeze dried to remove HFIP. Freeze dried hIAPP was kept at − 20°C and dissolved in dimethyl sulfoxide (DMSO) (Sigma, UK) to the required concentration before each experiment. The cytotoxicity of IAPP on Rin-5F cells was assessed by the MTT assay [47] according to the manufacturer's protocol (Sigma, UK). The cells were initially plated in triplicate at a density of 2. 
Protein fractionation and identification
A urea/thiourea extraction was utilized to extract the proteins from 70 to 80% confluent T75 flasks (about 10 7 cells) of untreated or 5 μM IAPP treated Rin-5F cells. Rin-5F cell pellets were extracted in 1 ml of lysis buffer containing 9.5 M urea, 2 M thiourea, 4% (w/v) CHAPS, 1% (w/v) DTT, 2.5 mM EDTA and 2.5 mM EGTA (all from Sigma-UK). Samples were vortexed 5 times for 10 s each time and then left at room temperature for 30 min. Cell extracts were then centrifuged at 5000 g for 10 min. The supernatant was collected and, prior to their fractionation by OFFGEL™, 4 times their volume of ice cold acetone was added. Samples were kept at − 20°C for 1 h and were then centrifuged at 5000 g for 10 min. The pellet was air dried at room temperature and was kept at − 20°C for further analysis. The OffGEL™ system (Agilent 3100 OFFGEL™ fractionator, Agilent Technologies) utilises a 12-well chamber in which is placed on an immobilized pH gradient gel. The protein solution is introduced into the open top of each of the chambers. An electric field is applied through the chamber which facilitates the migration of charged proteins out of the chamber, into the gel, and from one well to another until they reach the well where the pH of the gel is equal to the pI of the protein. The proteins can be then recovered in solution, acetone precipitated and used for further analysis by tandem mass spectrometry, as described below.
The acetone precipitated cell pellets destined for OFF-GEL™ fractionation were dissolved in sample buffer (7 M Urea, 2 M thiourea 1% DTT, 10% glycerol (all from Sigma-UK) and 1.0% (v/v) IPG buffer pH 3-10 (GE Healthcare, UK)). Protein concentrations in all samples were measured using a 2-D Quant Kit (Amersham Biosciences, UK) with a standard curve using Bovine serum albumin (BSA). For each sample, 150 μl (170 μg) was loaded into each of the twelve wells on the OFFGEL™ fractionator. Fractionation was carried out using a program optimized to focus samples for about 24 h over which the voltage was gradually increased from 500 V to 1000 V before a final limiting voltage of 8000 V was applied. A maximum current of 50 μA was applied throughout the focussing stage and the temperature was stabilised to 22°C during the fractionation. The protein fractions were recovered from each well at the end of run. About 30 μl of the sample (20%of the total) recovered from each OFFGEL™ fraction was placed in a separate tube for analysis by SDS-PAGE gel electrophoresis and the rest was utilised for liquid chromatography tandem MS analysis experiments. The two samples obtained from each fraction were then acetone precipitated separately. The procedure was as described above, but the samples were first diluted with two volumes of distilled water before addition of the acetone.
The efficiency of the OFFGEL™ separation was monitored using 1D electrophoretic analysis. To this end, the acetone precipitates derived from the smaller samples recovered from each fraction were reconstituted in 20 μl of loading buffer (100 mM Tris pH 6.8, 4% SDS, 20% glycerol, 1% v/v β-mercaptoethanol and 0.1% bromophenol blue). The samples and molecular weight marker (PageRuler™, Fermentas, UK) were heated at 100°C for 10 min and then applied to a 10% resolving gel (using the Bio-Rad Protean II XL system) for protein electrophoresis. The gels were run at 50 V through the stacking gel and 150 V through the resolving gel. Proteins were stained using 0.5% Coomassie Brilliant Blue G250 (Sigma, UK), 40% ethanol and 10% acetic acid for 1 h, and destained in 20% ethanol and 10% acetic acid for 2 h.
To digest the proteins and isolate the resulting tryptic peptides generated from OFFGEL™ fractionation, the larger of the acetone precipitated pellets obtained from each OFFGEL™ fraction were reconstituted in 150 μl of 1X digestion buffer containing 1 M ammonium bicarbonate, 1 M CaCl2 and 1.2 g urea (all from Sigma, UK). The samples were then placed in a 10 kDa filter (Ambion 0.5 ml, 10,000 MW cut-off centrifugal filter, Millipore UK Limited, UK) and centrifuged at 14000 g for 15 min. The filtrate was removed from the filter holder and 2.5 μl of 10 mM DTT was added to the filter. The tubes were incubated at 37°C for 20 min and 2 μl of 30 mM iodoacetamide (Sigma-UK) was then added to the filter. The tubes were incubated at room temperature for 20 min. At this point 200 μl of 1X digestion buffer was added to the tubes which were centrifuged at 14000 g for 15 min. The filtrate was removed from the filter holder and 5 μl of 0.1μg/μl of trypsin (Roche Diagnostics, UK) was added to the filters. The tubes were then incubated at 37°C overnight. To stop the reaction, 1 μl of formic acid and 200 μl of 50 mM ammonium bicarbonate were then added to the filters. The tubes were then centrifuged at 14000 g for 15 min. The filtrate was retained and vacuum centrifuged until all solution was removed. The dried pellets were reconstituted in 40 μl of buffer A, containing 0.1% formic acid and 10% acetonitrile (all from Sigma, UK), and kept at 4°C for further analysis.
For the label free mass spectrometric quantitative analysis of the samples, 7.5 μl of the tryptic digest from each fraction was mixed with 5 μl of the rabbit glycogen phosphorylase B standard tryptic digest at 50 femtomoles μL − 1 , (Waters, UK). A 2.5 μL aliquot of the mixture of sample and standard digests was then injected three times into the mass spectrometer. HPLC separation of tryptic peptides was carried out using a Waters nanoACQUITY™ UPLC fitted with a Symmetry® C18 HPLC trapping column of 20 mm length and an internal diameter (ID) of 180 μm (Waters, Ltd). Sample loading time was 1 min at a flow rate of 15 μl min − 1 in 97% water, 3% acetonitrile. The trapped peptides were then eluted on to a BEH130 C18 HPLC analytical column of 25 cm length and an ID of 75 μm with an elution gradient of 3-40% acetonitrile in water (containing a constant 0.1% formic acid) running for 30 min at a flow rate of 300nLmin − 1 . The column temperature was maintained at 35°C and peptides were eluted via a 10 μm PicoTip emitter (New Objective). into the nano-ESI source of a Waters Synapt G1 High Definition instrument controlled using MassLynx v4.1 (Waters Ltd.). Immediately before analysis, the mass spectrometer was calibrated using the product ion spectrum of glu-fibrinopeptide B (500fmol μl − 1 of peptide in 50% water, 50% acetonitrile containing 0.1% formic acid). The instrument was operated in V mode using data independent (MS E ) acquisition. The low energy, survey, scan was performed between m/z 50-2000 with a trap cell collision energy of 6 eV. The elevated energy, product ion, scan was acquired similarly except that the trap collision energy was ramped from 15 to 40 eV during data acquisition. Transfer cell collision energy was 4 eV for both scans and the lock mass was recorded every 30 s. After data-independent acquisition, protein identification was carried out using the UniProt/Swiss-Prot database (Release 2012_04) and a search algorithm embedded within the ProteinLynx Global Server software package, (version 2.4, Waters Ltd.) which was specifically developed for the qualitative identification of proteins over a wide dynamic range in complex biological samples [48] . The following settings were applied; automatic settings for precursor and product ion mass tolerance; minimum fragment ion matches per peptide, 8; minimum fragment ion matches per protein, 15; minimum peptide matches per protein, 1; fixed modification, carbamidomethyl Cys; variable modification, oxidised Met; number of missed cleavages, 1; false positive rate, 1%.
Protein quantification strategy
Proteins were quantitated using a HI3 label-free approach that compares the intensity of the precursor ions identified from sample proteins with those derived from a standard present at known concentration [49] . The algorithm used, also embedded within the ProtynLynx Global Sever software package, integrates the volume of each extracted ion (charge state reduced, deisotoped and mass corrected) across the mass chromatogram. Protein concentrations are estimated by comparison of the average intensity of the three most abundant peptides, from a particular protein released from the chromatography columns, with the equivalent value determined for a known amount of the internal standard (a tryptic digest of rabbit phosphorylase B) introduced to the experimental samples before analysis. Each of the 12 OFFGEL™ fractions derived from a given sample were analysed separately and the data were then combined to give the total amount of a given protein present in that sample. Each experiment was conducted on three separate occasions and each of these biological replicates was analysed three times. Changes in expression levels were only considered for those proteins detected and quantitated in a minimum of two of the three biological replicates.
Quantitative real time PCR
RNA was extracted from 70 to 80% confluent T75 flasks (about 10 7 cells) of untreated and 5 μM IAPP treated Rin-5F cells using an RNeasy kit (Qiagen, West Sussex, UK) according to the manufacturer's instructions. The RNA concentration and purity were measured using an Agilent 2100 Bioanalyser. The RNA purity was measured from the A260nm/A280nm ratio and was always in the range of 1.9 to 2.0. RNA was normalized for all the cell samples to 8.5 μg for the cDNA synthesis and reverse transcribed using qScript® cDNA SuperMix (Quanta Biosciences, Gaithersburg, MD, U.S.A) according to the manufacturer's instructions. Quantitative real time PCR was performed using the Light-Cycler® 480 II platform (Roche Diagnostics, UK). The PCR was performed in 10 μl of reaction volume with 5 μl of qPCR MasterMix Plus for SYBR® Green, 4 μl of 10x diluted cDNA and 0.1 μl of each forward and reverse primer at the stock concentration of 20 μM. The mixtures were then loaded in a 384 well plate. The plates were sealed with Microseal 'B' film (Bio-Rad, UK) and centrifuged at 800 g for 1 min. The PCR conditions were: activation of enzymes at 95°C for 10 min, 40 cycles of denaturation at 95°C for 15 s, annealing and extension at 60 C for 1 min.
In cell Western analysis
The cells were initially plated in triplicate at a density of 2.5 × 10 4 cells/well in 96 well plates. For the treated samples, hIAPP was added to the cells to final concentrations of 5 μM per well. Plates were incubated for 24 h at 37°C. The In Cell Western assay was then carried out using In-Cell Western™ Kit II (LI-COR Biosciences, UK) according to the manufacturer's instructions. Primary antibodies for this assay were used as follows: Anti-PCNA antibody, 1:100; Anti-EEF2 antibody, 1:120; Anti-Superoxide Dismutase 1 antibody, 1:200; Anti-Peroxiredoxin1 antibody, 1:250; Anti-ERp57 antibody,1:500; Anti-14-3-3 zeta antibody 1:500 (all Abcam-UK). Donkey anti-rabbit-IRDye 700CW (LI-COR Biosciences, UK) secondary antibody was diluted 500-fold and used for the detection of the primary antibodies. The Odyssey Infrared Imaging System (LI-COR Biosciences, UK) was then used to scan the plate and to detect the signal from the secondary antibody in the 800 nm channel.
Data analysis
KEGG pathways and GO gene ontology research tool annotations of the identified proteins were obtained using the DAVID Web-based tool [39] . Protein-protein interactions were determined by querying each of the proteins detected and quantitated in a minimum of two replicates using the STRING database [40] . The data obtained from the STRING database were imported into the Cytoscape software to construct a network of protein-protein interactions [41] . The NetworkAnalyzer Cytoscape plugin was used to analyse the interaction network including degree [50] , closeness centrality [42] and betweenness centrality [51] . The MIPS database [45] was used to investigate the protein complexes that contain the identified proteins.
Numerical data were subject to statistical analysis using standard deviation and Student's t-test.
